ABSTRACT Here, we report the draft genome sequence of Klebsiella pneumoniae strain AWD5, isolated from an automobile workshop in India. The de novo assembly resulted in a 4,807,409 bp genome containing 25 rRNA genes, 81 tRNAs, and 4,636 coding sequences (CDS). It carries important genes for polyaromatic hydrocarbon degradation and benzoate degradation.
also identified for benzoate degradation. The strain has the ability to release siderophores as confirmed by in vitro analysis and, accordingly, catechol types of siderophore genes were identified in the draft genome. The percentage of protein function found in the genome was 0.048% for energy production, 0.074% for amino acid transport and metabolism, 0.089% for carbohydrate transport and metabolism, 0.067% for general function prediction, and the cluster of orthologous groups (COG) of unknown function was found to be 0.061%. Accession number(s). This whole-genome shotgun project has been deposited at GenBank under BioProject ID PRJNA326255 with accession no. MOXK00000000.
